JC polyomavirus (JCPyV) may cause clinical syndromes such as progressive multifocal leukoencephalopathy in immunocompromised patients. Here, we report seven complete genome sequences of JCPyV genotype 7A, generated directly from urine samples from Vietnamese renal transplant recipients by using rollingcircle amplification and next-generation sequencing.
Phylogenetic analysis of draft assemblies indicated that all seven JCPyV genomes were genotype 7A ( Fig. 1 ), which is consistent with reports that this genotype predominates in Southeast Asia. Currently, only a small number of genotype 7 JCPyV genomes are publicly available. This result also demonstrates that JCPyV can be clearly differentiated using metagenomics and that high levels of JCPyV in the viromes of renal transplant recipients may be common.
Data availability. Raw fastq files and final consensus draft JCPyV genomes have been deposited in the European Nucleotide Archive (ENA) under accession numbers ERR3561211 to ERR3561215 (fastq files) and LR215999 to LR216005 (genomes).
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